Supporting Information
Supplemental Text S1. Predicted sequences for PRD-like gene cloning primer design Supplemental Text S2. UCSC genome browser tracks for novel PRD-like homeobox genes Supplemental Table S1 . PRD-like homeobox gene expression in the FANTOM5 comprehensive promoter database. The number of predicted promoters, normalized tagclusters in predicted transcript or in the whole region of the gene are shown. Values near or below 1 may be considered noise, explaining the lack of predicted promoters for very low expression values. Counts of tagclusters from the FANTOM5 promoter database correlate with the expression of the genes. Table S2 . The up-and downregulated gene sets and corresponding TFEs and genomic annotations. All the detected up-and downregulated target genes are shown on separate sheets for each homeodomain transcription factor. The down-regulated and up-regulated target genes are sorted according to the differential expression score from lowest to highest. TFE-s (TFE), gene names (Gene.Name), differential expression score (Score.d.), q-value (q.value...), fold change (Fold.Change), TFE genomic annotation location (annotation), and differential expression direction (regulated) are shown. The column Expressed.in.preimplantation shows whether the gene was detected (average RPKM values over oocytes, zygotes, 2-, 4-, 8-cell embryos, morulaes and blastocysts > 1) or not detected (average RPKM < 1) in Yan, et al., 2013 dataset. Table S3 . Expression values for PRD-like homeobox genes in hESC and 8-cell blastomeres Supplemental Table S4 There is a second cluster of genes on chromosome 16, namely CPHX1, DUXB and CPHX2, whereas TPRXL, ARGFX, NOBOX and OTX2 are located outside of these 2 clusters on chromosome 3, 7 and 14 respectively. Figure S6 . Expression of homeobox genes in hESCs and 8-cell embryo. PCR was performed on tree different hESC lines Hs401, H9, HS980 and 8-cell blastomeres. Expression values were obtained by normalizing to GAPDH expression by the formula y= (Ct(GAPDH) -Ct(gene)) + 25. The average of three replicas is shown with standard deviation represented by error bars. A Ct value of 40 was used for not detected samples. Figure S7 . The methylation patterns of the PRD-like homeobox genes in human sperm, preimplantation embryo, ESC and embryonic tissue cells. The 100 bp methylation value percentages were plotted for sites within 500 bp up-and downstream of the TFE for the specific homeobox gene. Only sites with at least 5 x coverage were used. Circles indicate each data-point and nothing is plotted when data is missing. Color of the boxplot indicates sample groups: redsperm; green -8-cell preimplantation embryo (8-cell); dark blue -inner cell mass of the preimplantation embryo (ICM); light blue -trophectoderm of the preimplantation embryo (TE); purple -blastocyst of the preimplantation embryo (Blast, BlastSingle); yellow -embryonic stem cells; grey -fetal heart and lung tissues. 
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Supplementary text 1
Predicted sequences for PRD-like gene cloning primer design
Coordinates refer to Genome assembly GRCh37/hg19
Forward primers were designed within predicted the 5' UTRs, and reverse primer within the predicted 3'UTRs.
Coordinates 
